SUPPLEMENTARY FIGURE LEGENDS
Figure S1 The enrichment of differentially expressed genes in SAT of obese subjects before the bariatric surgery compared to lean subjects was identified using Gene Ontology Biological Process (GO BP) terms. The most significantly enriched GO BP terms are presented.
Figure S2
The enrichment of differentially expressed genes in SAT of obese subjects after the bariatric surgery compared to lean subjects was identified using Gene Ontology Biological Process (GO BP) terms. The most significantly enriched GO BP terms are presented.
Figure S3
The enrichment of differentially expressed genes in VAT of obese subjects before the bariatric surgery compared to lean subjects was identified using Gene Ontology Biological Process (GO BP) terms. The most significantly enriched GO BP terms are presented.
Figure S4
The enrichment of differentially expressed genes in VAT of obese subjects after the bariatric surgery compared to lean subjects was identified using Gene Ontology Biological Process (GO BP) terms. The most significantly enriched GO BP terms are presented.
Figure S5
A cellular integrative model of the most significant changes in the expression of metabolic genes in A) VAT and B) SAT of obese subjects after extensive weight loss is presented. Red and blue arrows and indicates the upregulation and downregulation of the associated reactions, respectively. Names of genes with higher expression after significant weight loss are in red, genes with lower expression in blue.
SUPPLEMENTARY DATASETS LEGENDS
Supplementary Dataset 1 Clinical characteristic of each subjects involved in our study before the sleeve gastrectomy and ~1 year post-surgery (before and after extensive weight loss).
Supplementary Dataset 2 List of the differentially expressed probe sets in SAT and VAT identified by comparing the expression of the genes before and after the extensive weight loss to the expression of genes in lean subjects. 
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